FIGURE 177 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA55737 
xsubunit 1 of 1, 1141 aa, 1 stop 
><MW: 124671, pi; 5.82, JSIX(S/T): 5 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHRQL 
QPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKENQWL 
GVSWSQGPGGKIVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGEWKFCEG 
RPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADLAHLDDGPYEA 
GGEKEQDPRLI PVPANS YFGFS IDSGKGLVRAEELSFVAGAPRANHKGAVVILRKDSASRLV 
PEVMLSGERLTSGFGYSIiAVADIiNSDGWPDLIVGAPYFFERQEELGGAVYVYLNQGGHWAGI 
SPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHGSSLGVVAKPSQVLE 
GEAVGIKSFGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILHVSHEVSIAPRSIDLEQ 
PNCAGGHS VC VDLRVCFS YI AVPS SYS PT VALD YVXjDADTDRRLRGQVPRVTFLS RNLEE PK 
HQASGTWLKHQHDRVCGDAMFQLQENVKDKLRAIVVTLSYSLQTPRLRRQAPGQGLPPVi^ 
ILNAHQPSTQRAEIHFLKQGCGEDKICQSNLQLVHARFCTRVSDTEFQPLPMDVDGTTALFA 
LSGQPVIGLELMVTNLPSDPAQPQADGDDAHEAQLLVMLPDSLHYSGVRALDPAEKPLCLSN 
ENASHVECELGNPMKRGAQVTFYLILSTSGISIETTELEVELiLIiATISEQELHPVSARARVF 
IELPLS I AGMAI PQQLFFSGVWGERAMQSERDVGSKYKYEVTVSNQGQSLRTLGS AFLNIM 
WPHEIANGKWLLYPMQVELEGGQGPGQKGLCSPRPNILHLDVDSRDRRRRELEPPEQQEPGE 
RQEPSMSWWPVSSAEKKKNITLDCARGTANCVV^ 

S AVKS LE VI VRAN I TVKS S I KNLMLRDASTVI PVMVYLDPMAVVAEGVP WWVI LLAVLAGLL 
VLALLVLLLWKMGFFKRAKHPEATVPQYHAVKI PREDRQQFKEEKTGT I LRMNWGS PRREGP 
DAHPI LAADGHPELGPDGHPGPGTA 



Important features: 
Signal peptide: 

amino acids 1-33 



Transmembrane domain: 

amino acids 1040-1062 



N-glycosylation sites. 

amino acids 86-89, 746-749, 949-952, 985-988 and 1005-1008 



Integrins alpha chain proteins. 

amino acids 1064-1071, 384-408, 1041-1071, 317-346, 443-465, 385- 
407, 215-224, 634-647, 85-99, 322-346, 470-479, 442-466, 379-408 
and 1031-1047 



FIGURE 178 



CGCGCCGGGCGCAGGGAGCTGAGTGGACGGCTCGAGACGGCGGCGCGTGCAGCAGCTCCAGA 
AAGCAGCGAGTTGGCAGAGCAGGGCTGCATTTCCAGCAGGAGCTGCGAGCACAGTGCTGGCT 
CACAACAAGATOCTC^AGGTGTCAGCCGTACTGTGTGTGTGTGCAGCCGCTTGGTGCAGTCA 
GTCTCTCGCAGCTGCCGCGGCGGTGGCTGCAGCCGGGGGGCGGTCGGACGGCGGTAATTTTC 
TGGATGATAAACAATGGCTCACCACAATCTCTCAGTATGACAAGGAAGTCGGACAGTGGAAC 
AAATTCCGAGACGAAGTAGAGGATGATTATTTCCGCACTTGGAGTCCAGGAAAACCCTTCGA 
TCAGGCTTTAGATCCAGCTAAGGATCCATGCTTAAAGATGAAATGTAGTCGCCATAAAGTAT 
GGATTGCTG^GATTCTCAGACTGC^ 

AAAGAAGCAGGAGTAGACCATAGGCAGTGGAGGGGTCCCATATTATCCACCTGCAAGCAGTG 
CCCAGTGGTCTATCCCAGCCCTGTTTGTGGTTCAGATGGTCATACCTACTCTTTTCAGTGCA 
AACTAGAATATCAGGCATGTGTCTTAGGAAAACAGATCTCAGTCAAATGTGAAGGACATTGC 
CCATGTCCTTCAGATAAGCCCACCAGTACAAGCAGAAATGTTAAGAGAGCATGCAGTGACCT 
GGAGTTCAGGGAAGTGGCAAACAGATTGCGGGACTGGTTCAAGGCCCTTCATGAAAGTGGAA 
GTGAAAACAAGAAGAC^AAAACATTGCTGAGGCCTGAGAGAAGCAGATTCGATACCAGCATC 
TTGCCAATTTGCAAGGACTCACTTGGCTGGATGTTTAACAGACTTGATACAAACTATGACCT 
GCTATTGGACCAGTCAGAGCTCAGAAGCATTTACCTTGATAAGAATGAAGAGTGrTACCAAGG 
CATTCTTCAATTCTTGTGACACATACAAGGACAGTTTAATATCTAATAATGAGTGGTGCTAC 
TGCTTCCAGAGACAGCAAGACCCACCTTGCCAGACTGAGCTCAGCAATATTCAGAAGCGGCA 
AGGGGTAAAGAAGCTCCTAGGACAGTATATCCCCCTGTGTGATGAAGATGGTTACTACAAGC 
CAACACAATGTCATGGCAGTGTTGGACAGTGCTGGTGTGTTGACAGATATGGAAATGAAGTC 
ATGGGATCCAGAATAAATGGTGTTGCAGATTGTGCTATAGATTTTGAGATCTCCGGAGATTT 
TGCTAGTGGCGATTTTCATGAATGGACTGATGATGAGGATGATGAAGACGATATTATGAATG 
ATGAAGATGAAATTGAAGATGATGATGAAGATGAAGGGGATGATGATGATGGTGGTGATGAC 
CATGATGTATACATTTGATTGATGACAGTTGAAATCAATAAATTCTACATTTCTAATATTTA 
CAAAAATGATAGCCTATTTAAAATTATCTTCTTCCCCAATAACAAAATGATTCTAAACCTCA 
CATATATTTTGTATAATTATTTGAAAAATTGCAGCTAAAGTTATAGAACTTTATGTTTAAAT 
AAGAATCATTTGCTTTGAGTTTTTATATTCCTTACACAAAAAGAAAATACATATGCAGTCTA 
GTCAGACAAAATAAAGTTTTGAAGTGCTACTATAATAAATTTTTCACGAGAACAAACTTTGT 
AAATCTTCCATAAGCAAAATGACAGCTAGTGCTTGGGATCGTACATGTTAATTTTTTGAAAG 
ATAATTCTAAGTGAAATTTAAAATAAATAAATTTTTAATGACCTGGGTCTTAAGGATTTAGG 
AAAAATATGCATGCTTTAATTGCATTTCCAAAGTAGCATCTTGCTAGACCTAGATGAGTCAG 
GATAACAGAGAGATACCACATGACTCCAAAAAAAAAAAAAAA 



FIGURE 179 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA49829 
xsubunit 1 of 1, 436 aa, 1 stop 
><MW: 49429, pi: 4,80, NX(S/T): 0 

MLKVSAVLCVCAAAWCSQSLAAAAAVAAAGGRSDGGNFLDDKQWLTTISQYDKEV 

DEVEDDYFRTWSPGKPFDQALDPAKDPCLKMKCSRHKVCIAQDSQTAVCISHRRLTHRMKEA 

GYDHRQWRGPILSTCKQCPVVYPSPVCGSDGHTYSFQCKLEYQACVLGKQISVKCEGHCPCP 

SDKPTSTSRNVKRACSDLEFREVANRLRDWFKALHESGSQNKKTKTLLRPERSRFDTSILPI 

CKDSLGWMFNRLDTNYDL^^ 

RQQDPPCQTELSNI QKRQGVKKLLGQYI PLCDEDGYYKPTQCHGSVGQCWCVDRYGNEVMGS 
RINGVADCAIDFE I SGDFASGDFHEWTDDEDDEDDIMMDEDE IEDDDEDEGDDDDGGDDHDVYI 

Important features : 
Signal peptide: 

amino acids 1-16 

Leucine zipper pattern. 

amino acids 246-267 

N-myristoylation sites* 

amino acids 357-362, 371-376 and 376-381 

Thyroglobulin type-1 repeat proteins 

amino acids 353-365 and 339-352 



